
CTGCAGTCTATTGGATGAAGAGTGTACATATTCATATAATTCTTAAAGTAGGCAGAAATTAAAG 
GGGATGGAAATATATACTTGTACTGCCTTAGATAGTCACCAGGATGTTGTTACAGTCTTCGTTT 
ACTGCTTCTGAAGCCTATACTGATAGAATTAATAAAATACTGAGAGAGAGAGAGAGGGACAGAG 
AGAGAGAGGGGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAGA 
GAAGAAAACAAGGTSAAGCCATCTGCTTAACTTATGTCCACATTCTCTCAAGAGCATTGTCCTA 
TTTGTAGAATTATCTATATTGTTAAGAATCATCTCCATTGTTAAGATTTTGTGGGCTGGAGATC 
CAGCTCTGTTGATAAAGTGCTTGCCTAACATGCATGAAGTCCTAGGTTCTATTCCCAAGGCTAC 
ATAAAACCTTGTGTTGTGATGAATGCCTGTAATCCCAGTACGCAGCAAGGAGAGACAAGGAGGA 
TCAGAAGCTTAAGGACATCATTTTGTACATAGTGAGTTTGAGGAAAGCTGAGGTTACATGGAAC 
TCTCTCTCTCTCAAAAACAAAACAAAACAAAACAAAACCTTCTACTAATATTCTGGATTCTGTT 
TGATTTTTAGGATCTCAAGAGCATGCTGACGTCATTTATGTGTTTCCATCAGATACAGACAGAG 
ATCATAAACATTTAACTCATTGATTATATGTTGAGAGTTGTCCCTCAAGAACCAATGGCCAAAC 
ATCCACTGAGGATACACGGAAGCTTAGAAAATCTCTAATTAAAATCCTGACATAATGGAAGTGC 
TCACAAACCAGCCAACACCTAATAAAACCAGTGGCAAGAGCAACAACTCGGCATTTTTCTACTT 
TGAATCCTGCCAACCCCCTTTTCTAGCCATACTCTTGCTACTCATAGCATATACTGTGATCCTA 
ATCATGGGCATTTTTGGAAACCTCTCTCTTATCATCATCATCTTTAAGAAACAGAGAGAAGCTC 
AAAATGTTACCAACATACTGATTGCCAACCTGTCCCTCTCTGACATCTTGGTGTGTGTCATGTG 
CATCCCTTTTACGGTCATCTACACTCTGATGGACCACTGGGTATTTGGGAACACTATGTGTAAA 
CTCACTTCCTACGTGCAAAGTGTCTCAGTTTCTGTGTCCATATTCTCCCTTGTGTTGATTGCTA 
TTGAACGATATCAGCTGATTGTGAACCCCCGTGGCTGGAAACCCAGAGTAGCTCATGCCTATTG 
GGGGATCATCTTGATTTGGCTCATTTCTCTGACATTGTCTATTCCCTTATTCCTGTCCTACCAC 
CTCACCAATGAGCCCTTTCATAATCTCTCTCTCCCTACTGACATCTACACCCACCAGGTAGCTT 
GTGTGGAGATTTGGCCTTCTAAACTGAACCAACTCCTCTTTTCTACATCATTATTTATGCTCCA 
GTATTTTGTCCCTCTGGGTTTCATTCTTATCTGCTACCTGAAGATCGTTCTCTGCCTCCGAAAA 
AGAACTAGGCAGGTGGACAGGAGAAAGGAAAATAAGAGCCGTCTCAATGAGAACAAGAGGGTAA 
ATGTGATGTTGATTTCCATCGTAGTGACTTTTGGAGCCTGCTGGTTGCCCTTGAACATTTTCAA 
TGTCATCTTCGACTGGTATCATGAGATGCTGATGAGCTGCCACCACGACCTGGTATTTGTAGTT 
TGCCACTTGATTGCTATGGTTTCTACTTGCATAAATCCTCTCTTTTATGGATTTCTCAACAAAA 
ACTTCCAGAAGGATCTAATGATGCTTATTCACCACTGTTGGTGTGGTGAACCTCAGGAAAGTTA 
TGAAAATATTGCCATGTCTACTATGCACACAGATGAATCCAAGGGATCATTAAAACTGGCTCAC 
ATACCAACAGGCATATAGAAACTGGTAAGCAAAATCAAAGCCCTTCTGTTATGAAAGAAAGAGA 
AGAAATAGTATGGAATAGGGCAAGGTGCAGAGGAAGCCAGACTTAAACACATAATATCTTTGGG 
CCCAGTTTTGCTTTAAGTTAAGCATGTCTACTCCATTCAGCCATAGAACACACAGAGATTTATC 
CCTACCCTTTCTTTTTTTCCTTTGGAAGAATAATAACTTAAACAACCTAGACATCATTACTGAG 
GAAGAGAACAAAAATGAGAGAGCATACAAGGACAGCAGAGATGTCTGGGGTACAAAATTCACGT 
TATTCGCTGGAATAGCTAGAAAGTTATTAGTTGTGCTGCAG (SEQ ID N0:1) 
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underlined = deleted in targeting construct 

[ ] = sequence flanking Neo insert in targeting construct 



[CTGCAGTCTATTGGATGAAGAGTGTACATATTCATATAATTCTTAAAGTAGGCAGAAAT 
TAAAGGGGATGGAAATATATACTTGTACTGCCTTAGATAGTCACCAGGATGTTGTTACAG 
TCTTCGTTTACTGCTTCTGAAGCCTATACTGATAGAATTAATAAAATACTGAGAGAGAGA 
GAGAGGGACAGAGAGAGAGAGGGGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGA 
GAGAGAGAGAGAGAAGAGAAGAAAACAAGGTSAAGCCATCTGCTTAACTTATGTCCACAT 
TCTCTCAAGAGCATTGTCCTATTTGTAGAATTATCTATATTGTTAAGAATCATCTCCATT 
GTT AAG ATTTTGTGGGCTGGAGATC CAGC TC TGTTGATAAAGTGC TTGC C T AAC ATGC AT 
G AAGTCC T AGGTTC T ATTC C C AAGGCTAC ATAAAAC C TTGTGTTGTGATGAATGC C TGTA 
ATC CC AGTACGC AGC AAGGAGAGACAAGGAGGATC AGAAGC TTAAGGACATCATTTTGTA 
CATAGTGAGTTTGAGGAAAGCTGAGGTTACATGGAACTCTCTCTCTCTCAAAAACAAAAC 
AAAACAAAACAAAACCTTCTACTAATATTCTGGATTCTGTTTGATTTTTAGGATCTCAAG 
AGC ATGCTGAC GTC ATTTATGTGTTTC CATCAGATAC AGAC AGAGATC ATAAAC ATTT AA 
CTC ATTGATTATATGTTGAGAGTTGTCCCTC AAGAAC C AATGGC CAAAC ATC CACTGAGG 
ATACACGGAAGCTTAGAAAATCTCTAATTAAAATCCTGACATAATGGAAGTGCTCACAAA 
CCAGCC ] AACACCTAATAAAACCAGTGGCAAGAGCAACAACTCGGCATTTTTCTACTTTG 
AATCCTGCCAACCCCCTTTTCTAGCCATACTCTTGCTACTCATAGCATATACTGTGATCC 
TAATCATGGGCATTTTTGGAAACCTCTCTCTTATCATCATCATCTTTAAGAAACAGAGAG 
AAGCTC AAAATGTTAC CAAC ATAC TGATT [GCCAACCTGTCCCTCTCTGACATCTTGGTG 
TGTGTCATGTGCATCCCTTTTACGGTCATCTACACTCTGATGGACCACTGGGTATTTGGG 
AACACTATGTGTAAACTCACTTCCTACGTGCAAAGTGTCTCAGTTTCTGTGTCCATATTC 
TC C C TTGTGTTGATTGCTATTGAACGATATCAGC TGATTGTGAAC CCCCGTGGCTGGAAA 
CCCAGAGTAGCTCATGCCTATTGGGGGATCATCTTGATTTGGCTCATTTCTCTGACATTG 
TCTATTCCCTTATTCCTGTCCTACCACCTCACCAATGAGCCCTTTCATAATCTCTCTCTC 
CCTACTGACATCTACACCCACCAGGTAGCTTGTGTGGAGATTTGGCCTTCTAAACTGAAC 
CAACTCCTCTTTTCTACATCATTATTTATGCTCCAGTATTTTGTCCCTCTGGGTTTCATT 
CTTATC TGC TACCTGAAGATC GTTCTCTGCC TCCGAAAAAGAACTAGGC AGGTGGAC AGG 
AGAAAGGAAAATAAGAGCCGTCTCAATGAGAACAAGAGGGTAAATGTGATGTTGATTTCC 
ATCGTAGTGACTTTTGGAGCCTGCTGGTTGCCCTTGAACATTTTCAATGTCATCTTCGAC 
TGGTATCATGAGATGCTGATGAGCTGCCACCACGACCTGGTATTTGTAGTTTGCCACTTG 
ATTGCTATGGTTTCTACTTGCATAAATCCTCTCTTTTATGGATTTCTCAACAAAAACTTC 
CAGAAG] GATCTAATGATGCTTATTCACCACTGTTGGTGTGGTGAACCTCAGGAAAGTTA 
TGAAAATATTGCCATGTCTACTATGCACACAGATGAATCCAAGGGATCATTAAAACTGGC 
TCAC ATACC AAC AGGC ATATAGAAAC TGGTAAGC AAAATC AAAGC CCTTC TGTTATGAAA 
GAAAGAGAAGAAATAGTATGGAATAGGGCAAGGTGCAGAGGAAGCCAGACTTAAACACAT 
AATATCTTTGGGCCCAGTTTTGCTTTAAGTTAAGCATGTCTACTCCATTCAGCCATAGAA 
CACACAGAGATTTATCCCTACCCTTTCTTTTTTTCCTTTGGAAGAATAATAACTTAAACA 
AC C TAGAC ATC ATTACTGAGGAAGAGAACAAAAATGAGAGAGC ATAC AAGGAC AGC AGAG 
ATGTCTGGGGTACAAAATTCACGTTATTCGCTGGAATAGCTAGAAAGTTATTAGTTGTGC 
TGCAG 
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Gene Sequence Structure 



846 bp Sequence Deleted 1047 bp 



Size of CDS: 2281 bp 




Targeting Vector* 
(genomic sequence) 

Construct Number: 2762 



Arm Length: 
5': 5 kb 
3': 0.5 kb 



LacZ-Neo 
■ . , ' Cassette 

mm T — — mmmma^k h mmm 




— — '• ; Targeting Vector 

* Not drawn to scale 



5 » >TTTAGGATCTCAAGAGCATGC |i 
TGACGTCATTTATGTGTTTCCATC I- 
AGATAC TGAC AGAGATC AT AAAC A r 
TTTAACTCATTGATTATATGTTGA > 
GAGTTGTCCCTCAAGAACCAATGG | 
CC AAAC ATCC ACTGAGGATAC AC G j 
GAAGCTTAGAAAATCTCTAATTAA / 
AATCCTGAC ATAATGGAAGTGC TC i 
ACAAACCAGCCO 1 | 
(SEQ ID N0:2) 



5 ' >GCCAACCTGTCCCTCTCTGAC 1 
ATCTTGGTGTGTGTCATGTGCATC 
CCTTTTACGGTCATCTACACTCTG v 
ATGGAC CAC TGGGTATTTGGGAAC I 
ACTATGTGTAAACTC AC TTC CTAC 1 
GTGCAAAGTGTCTCAGTTTCTGTG \ 
TCCATATTCTCCCTTGTGTTGATT i 
GC TATTGAAC GATATC AGCTGATT * 
GTGAACCCCCGO ' 1 
(SEQ ID N0:3) 
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